Background
Hepatocellular carcinoma (HCC) is one of the most common malignant tumors in the world, with high morbidity and mortality rates [1] and it is the second leading cause of cancer death [2] . The incidence of HCC in China accounts for almost half of the global incidence of HCC [3] . Statistics show that China accounts for half of the world's new cases of and deaths due to HCC [4] . Early HCC can be treated by liver transplantation, hepatectomy, radiofrequency ablation (RFA), and other surgical methods [5] . Transcatheter arterial chemoembolization (TACE) is suitable for the treatment of intermediate-stage HCC patients, while palliative treatment is more often used for advanced-stage HCC patients [6] . However, early-stage HCC usually show few detectable signs, and it was likely that the appropriate treatment time has been missed during detection and diagnosis. The prognosis of HCC patients with symptoms is very poor, and the overall 3-year survival rate is low [7] . Although progress has been made in the diagnosis and treatment of HCC, the incidence and mortality rates of HCC continue to increase. Therefore, efforts have been made to diagnose HCC in its early stage to improve early diagnosis, treatment, and overall prognosis [8] .
Studies have found a new class of non-coding RNA, which is between 200 bp and 100 kbp in length, called long non-coding RNA (lncRNA). Upregulated or downregulated lncRNA expression is involved in many diseases, including cancers [9] . HCC-related lncRNAs play critical roles in the tumorigenesis and development of HCC [10] . Increasing numbers of lncRNAs have become new markers of HCC, which can be used for early diagnosis and prognosis evaluation and as an effective therapeutic target for future clinical application [10, 11] . Chen et al. reported that lncRNA BLACAT1 affects the proliferation, migration, and invasion of small cell lung cancer (SCLC) cells, and high expression of lncRNA BLACAT1 is associated with clinicopathologic parameters and prognosis of SCLC patients [12] . Wu et al. reported that high expression of lncRNA MAP3K1-2 could be used as a new independent prognostic marker for gastric cancer [13] . Li et al. suggested that the expression of lncRNA AK021443 increased and the overall survival time decreased in HCC, and it might be an important factor affecting the prognosis of HCC patients [14] .
Uncontrolled macrophage polarization is usually associated with disease. M1 and M2 macrophages are distributed in various cancer tissues of humans [15] . Among them, M2 macrophages can promote the development of tumors [16] . Changes in the number of M1 cells and M2 cells may affect the prognosis of HCC patients [17] . Liu et al. found that knocking-out lncRNA CCAT1 promoted macrophage polarization, increased numbers of M2 cells, and enhanced prostate cancer invasion [18] .
In our previous studies, we used microarrays to detect differential expression of lncRNAs in M1 (classically activated macrophages) and M2 (alternatively activated macrophages) [19] . In the present study, we selected lncRNA ENST00000429227.1, which is downregulated in M1, to study its effect on HCC prognosis. The expression of ENST00000429227.1 in 161 HCC patients was detected, and the relationship between ENST00000429227.1 expression and clinicopathological parameters and overall survival rate of HCC patients was analyzed. To the best of our knowledge, this is the first study to investigate the relationship between ENST00000429227.1 expression and prognosis in HCC patients.
Material and Methods lncRNA microarray
U937 cells differentiate into different phenotypes (M1 and M2), and 3 pairs of M1 and M2 cells were subjected to microarray analysis.
Patients and samples
The study included 161 HCC patients at Guangxi Tumor Hospital affiliated with Guangxi Medical University. The HCC tissues and adjacent normal liver tissues were taken from 161 patients who were undergoing first-time surgery without previous chemotherapy or radiotherapy. We froze 161 patients' tissues in liquid nitrogen and stored them at -80°C. HCC diagnosis was based on World Health Organization (WHO) criteria. All patients were followed up by telephone or hospitalization until May 2018. The Ethics Committee of Guangxi Tumor Hospital affiliated with Guangxi Medical University approved the study. We obtained informed consent from all 161 patients. Table 1 lists the clinicopathological parameters of the 161 patients.
Total RNA extraction and quantitative real-time PCR Total RNA was extracted from the 161 patients' tissues using TRIzol reagent (Invitrogen, Carlsbad, CA, USA). To analyze the expression of ENST00000429227.1, the PtimeScript™ RT reagent kit (Takara Bio, Inc., Dalian, China) was used for reverse transcription of RNA into cDNA, which was then analyzed by quantitative real-time PCR (qRT-PCR) using SYBR Green Master (Rox) (Takara Bio, Co.). The results are expressed as number of transcripts (standardized by b-actin). Primers are listed in Table 2 . Table 2 . Primers used for quantitative real-time PCR. 
Results lncRNA microarray analysis
A total of 26 200 lncRNAs were obtained from the 2 phenotypes (M1 and M2) of U937 cells, of which 3703 were differentially expressed during differentiation from M2 to M1 (Figure 1 ). Among them, 1777 lncRNAs were upregulated and 1926 were downregulated (p<0.05; multiple change >1.5) (Figure 2A) . Six different types of lncRNAs were found in the 3703 lncRNAs, including bidirectional, exon overlap, intergenic, intron overlap, intron antisense, and natural antisense ( Figure 2B ). lncRNA ENST00000429227.1 was bidirectional (multiple change >2, p<0.05) and was expressed at low levels in M1 phenotype and at high levels in M2 phenotype ( Figure 2C ).
ENST00000429227.1 is upregulated in human HCC
We examined the expression of ENST00000429227.1 by qRT-PCR in 161 patients. ENST00000429227.1 was more significantly upregulated in HCC than that in adjacent normal tissues (p<0.05). (Figure 3B ). The results suggest that the high expression of ENST00000429227.1 is involved in the pathogenesis of HCC.
Relationship between lncRNA 227.1 expression and clinicopathological parameters of HCC patients
We ranked 161 patients according to the difference in relative expression of ENST00000429227.1 in HCC tissues and adjacent normal tissues ( Figure 3A) . To explore the relationship between ENST00000429227.1 expression and the clinicopathological characteristics of HCC patients, we assigned the patients with a positive difference to the high expression group, and those with a negative difference were assigned to the low expression group. Statistical analysis showed that ENST00000429227.1 expression was related to incision margin (p=0.042), AFP (p=0.022), BCLC stage (p=0.008), but not related to sex, age, number of tumors, portal vein cancer thrombus, prealbumin, CA153, early recurrence, embolus, or other parameters (all p>0.05) ( Table 1) .
Correlation between lncRNA ENST00000429227.1 expression and the prognosis of HCC patients
Kaplan-Meier analysis and logarithmic rank test were used to assess whether lncRNA ENST00000429227.1 was associated with the prognosis of HCC patients. The results showed that the overall survival rate in the high expression group was lower than that in the low expression group (p=0.036, Figure 3C ). Univariate analysis showed that age, number of tumors, portal vein thrombus, BCLC stage, prealbumin, CA153, early recurrence, embolus, and ENST00000429227.1 expression were significantly correlated with the survival rate (p<0.05, Table 3 ). Multivariate Cox regression analysis showed that portal vein cancer thrombus, CA153, early recurrence, embolus, and ENST00000429227.1 expression were independent predictive factors of the overall survival rate of HCC patients (p<0.05, Table 4 ).
Discussion
HCC is one of the commonest cancers in the world, with a steadily increasing mortality rate [20] , and a new method with high sensitivity and specificity is needed for early diagnosis and early detection of metastasis. Abnormal expression 6545 of lncRNAs can cause many human diseases and cancers [21] . Abnormal expression of lncRNAs in various cancers indicate that lncRNAs may act as a potential tumor suppressor or oncogene [22, 23] , suggesting that cancer-related lncRNAs can be used as biomarkers for the diagnosis or prediction of cancers, which provides a new therapeutic strategy [22, 24] . Quagliata et al. reported that the high expression of lncRNA HOTTIP was associated with shorter overall survival time in HCC patients and can used as a biomarker for predicting HCC [25] . Tu et al. reported that the low expression of GAS5 was related with poor prognosis of HCC patients [26] . Yang et al. reported that HOTAIR is an independent factor prediction of HCC recurrence in patients receiving liver transplantation, and that no recurrence or shortened survival time were observed in HCC patients with high HOTAIR expression [27] .
To sum up, lncRNA ENST00000429227.1 was differentially expressed in 3 pairs of M1 and M2 macrophages (P=0.002), while lncRNA ENST00000429227.1 was differentially expressed in 161 HCC tissues and adjacent normal tissues and it was upregulated in HCC tissues. The high expression of lncRNA ENST00000429227.1 is related to the incision margin, AFP and BCLC stage. Kaplan-Meier analysis showed poor survival of HCC patients with lncRNA ENST00000429227.1 upregulation, and multivariate Cox analysis showed that high expression of lncRNA ENST00000429227.1 was an independent predictor of HCC prognosis.
Conclusions
All these results indicate that lncRNA ENST00000429227.1 is involved in the occurrence and prognosis of HCC. In the future, lncRNA ENST00000429227.1 may be used as a new biomarker of hepatocellular carcinoma and a potential target for HCC treatment. However, the mechanism by which upregulation of lncRNA ENST00000429227.1 occurs in HCC needs further study.
